Supplementary data.
Comparison of the calculated scattering curves for the BLM nanobody complex (red line with contribution of the nanobody omitted) and the BLM DNA complex (green line with contribution of the BNA omitted), against the experimental data for the ADP bound form. The chi 2 chi free 2 values for the nanobody complex are slightly better than those for the DNA complex, suggesting that in the absence of DNA the WH domain is closer to the conformation seen in the nanobody complex. (C) Rigid body modelling of the conformation of the HRDC domain using the program SASREF. The nanobody structure (upper centre panel) was used as a starting model which was refined against the SAXS data as a two body system with a single constraint to keep residues on either side of the hinge region indicated within 6 Å. The final confirmation of the domains is shown in the upper left (ADP data) and right (APO data) panels, with the fit to the raw data and chi 2 chi free 2 values shown in the lower panel. overhangs. The loop connecting the HRDC and WH domains is assumed to adopt a similar conformation to that observed in the nanobody complex and forms a hole in the protein surface through which it is possible to thread single stranded but not double stranded DNA. (B) The BLM DNA complex viewed along a crystallographic two-fold symmetry axis. The arrangement of the symmetry related molecules resembles what might be expected when two BLM molecules bound to opposite strands of a double Holliday junction are branch migrated together. We note that in this scenario the HRDC domain and the extended linker form the primary region in which the two molecules contact each other.
Fig S7
Alignment of helicase signature motifs in LM and other SF2 helicases.
